Low-stringency DMRs. CG fractional methylation in 50-bp windows (each window averages methylation on both strands) was compared between vegetative cell and sperm. Windows with sperm fractional methylation at least 0.2 greater than that in vegetative cell and a Fisher's exact test p < 0.05 were merged if they occurred within 300 bp. Merged DMRs were retained if the fractional methylation in sperm across the DMR was at least 0.3 greater than that in vegetative cell and the Fisher's exact test was p < 10 -5 (10) .
Chromatin feature analyses. Previously published sequencing data (11) were aligned using Bowtie2 and non-uniquely aligned reads were removed. The scores of aligned reads within 50 bp windows were summed. The five groups used for Fig. S4 are as follows: for TE length, <0.5, 0.5-1, 1-2, 2-5, and >5 kb; for GC ratio, 0.4-0.5, 0.5-0.6, 0.6-0.7, and 0.8-0.9; for H3K9me2, 1-3, 3-5, 5-7, 7-9, and >9 reads; for H3K9me1, 1-3, 3-5, 5-7, 7-9, and >9 reads; for H3K27me3, 1-3, 3-5, 5-7, 5-9, and >9 reads; for H3K4ac, 1-3, 3-5, 5-7, 7-9, and >9 reads; for H3K9ac, 1-2, 2-3, 3-5, 5-8, and >8 reads; and for H3K27ac, 1-3, 3-5, 5-7, 7-9, and >9 reads.
Imprinted gene RNA analyses. Previously published vegetative cell and sperm transcriptome data (11) were aligned using TopHat (12) and differentially expressed genes between vegetative cell and sperm cells were identified using DESeq (13) . Previously identified imprinted genes from (14) with at least 2-fold expression difference and p-value < 0.05 were used for the analysis. 
